0 aa PB2 0 aa PA I316L
Figure S1: This figure shows the amino acid differences between each gene from the two different viruses. Sequencing of internal genes were done by extraction of viral RNA using Qiagen RNA extraction kit, amplification of gene segments using primers provided by the WHOCC centre and sanger sequencing using Big Dye Terminator. The sequences were assembled using SeqMan (Lasergene , Australia) and aligned in MegAlign (Lasergene , Australia) using the ClusterW method. Amino acid differences were counted after alignment, and numbering is based on +1 ORF, and all substitution indicate a change from the WT gene. Experimentally infected ferrets where co-housed with naïve ferrets (recipients) during the length of the experiment (11days) who were also monitored for changes in weight and temperature. The figure summarizes the mean temperature/weight (± SEM) of four ferrets per experimental group. 
Text S4
The mathematical models used for the within-host viral dynamics and between-host transmission have been previously described (1-3) .Here we improved the between-host transmission model to allow for observation error in the measurement of the mutant proportion of using pyrosequencing. All inference was performed using the probabilistic programming language STAN(4) accessed via the R interface (5) The The full implementation of the models and an example data set are available at https://github.com/aezarebski/competitive-mixtures. Code used for this publication is at commit afe1d7f35d1d2bf0d769544bb51794eb6367f8b2.
